ken by tribal groups in India.
However, it was noted that the M67 marker, which is tional details). Resampling over populations is appropriate because (1) Fst standard errors are affected by common in west Asian J-M172 chromosomes, is almost absent from Indian J-M172 chromosomes [5] . Given that both errors from sampling populations and individuals, but in practice, the error from sampling individuals is J-M172 is rare in Indian tribal groups (Figure 1 ), absent in east Asia [9] , and typically found in central Asia at negligible compared to the error from sampling populations [16] , and (2) the null hypothesis to be tested is not frequencies of 10%-20% [9] , it is possible that Indian J-M172 chromosomes originate from central Asia rather Fst ϭ 0 (which would require resampling over individuals), but Fst (first group of populations) ϭ Fst (second than west Asia. Haplogroup R-M124 is restricted to the Indian subcontinent, Iran, and central Asia [5] . It genergroup of populations). Hence, we find that north and south caste groups are significantly (p Ͻ 0.001) more ally occurs at low frequencies (1%-4%) except in Indian caste groups and Indo-European speakers from central closely related to each other (average Fst ϭ 0.072) than either is to tribal groups (average Fst ϭ 0.149; Table 2 ). Asia (8% [9] ). Haplogroup L-M20 is found predominantly in India and Pakistan (15%) and has tentatively been In addition, Indian caste groups are significantly (p Ͻ 0.001) more similar to central Asians (average Fst ϭ associated with the expansion of farming, thus implying a nonIndian origin [15] . 0.062) than to Indian tribal or any other Eurasian groups (average Fst Ն 0.15). The same trend persists when In sum, although largely the same haplogroups are found in tribal and caste groups, they exhibit signifiIndian caste populations are subdivided into south and north caste groups (Table 2 ). It is noteworthy that Indian cantly different distributions in that the most frequent , which constitutes a rather short period of time for observing populations. Because small sample sizes for some tribal populations might have resulted in artificial affinities, the such dramatic differences in Y chromosome variation between caste and tribal people at a pooled-data level. above analyses were repeated after removing groups for which the sample size is less than ten. However, the Furthermore, drift would be unlikely to produce the regular pattern observed in which haplogroups of inferred aforementioned trends did not change, except that Indian tribal groups were separated from other Eurasian nonindigenous origin are always in higher overall frequency in caste than in tribal groups, whereas haplogroups by average Fst values higher than 0.16 ( Table 2) .
Analyses of molecular variance also suggest that groups of inferred indigenous origin are always in higher overall frequency in tribal than in caste groups. caste groups are more homogeneous for Y chromosome variation than tribal groups, since the variance among It therefore appears that Indian caste and tribal paternal lineages derive from independent original sources. caste groups (sampled from all over India) is 3-fold less than that observed among tribal groups and 2-fold less Most Indian caste Y chromosomes have a central Asian origin, whereas Indian tribal groups seem to have largely than that observed among all Indian populations grouped together (Table 3) of caste mtDNAs [5, 7] . This led to the proposal that the [7] . In addition, the presence of casteof west Eurasian-typical mtDNAs in the Indian caste typical haplogroups at low frequency in tribal groups gene pool may underestimate the ancestral frequency, (Table 1) 
